which are involved in chitin immunity defense response in Leptosphaeria maculans inoculated compared with mock-treated cotyledons of Topas, Westar and ILs at 3, 6 and 9 dai. The colors correspond to log 2 RPKM (Infected -Uninfected) ranging from red (high) to green (low). Euclidean distance for the distances measure and complete linkage for clusters linkage criteria were selected.
Supp. Figure 2:
Hormone-related transcript correlation associated with common up-regulated genes for all Introgression Lines (ILs) at 3, 6 and 9 dai. A positive correlation between the query (Brassica. napus differentially expressed genes) and the Arabidopsis thaliana genes expressed when treated with various plant hormones is denoted in red, whereas a negative correlation is represented by blue. Common genes are also shown for each comparison.
Supp. Figure 3:
Heatmaps depict the difference in expression of Brassica napus genes with (A) NIMIN 1,2 (B) genes with homology to known marker genes related to SA (WRKY 70, ICS1, PR1) and (C) chitinase (CHI) in Leptosphaeria maculans inoculated compared to mock-treated cotyledons of Topas , Westar and ILs at 3, 6 and 9 dai. The colors correspond to log 2 RPKM (Infected -Uninfected) ranging from red (high) to green (low). Euclidean distance for the distances measure and complete linkage for clusters linkage criteria were selected.
Supp. Figure 4:
Hormone-related transcript correlation associated with LepR1, LepR2, Rlm2 and Rlm3. A positive correlation between the query (Brassica napus differentially expressed genes) and the Arabidopsis thaliana genes expressed when treated with various plant hormones is denoted in red, whereas a negative correlation is represented by blue. Common genes are also shown for each comparison. Data revealed the repression of Cytokinin in all lines so it could be considered as a negative regulator. Distinct cluster was also observed for LepR1 and RLM2 in Topas background at the earlier stages. 
